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The genus *Rymovirus* of the plant virus family *Potyviridae* is composed of three mite-transmitted virus species ([@B1]). The type species, ryegrass mosaic virus (RGMV), is transmitted by the cereal rust mite, Abacarus hystrix, and is transmissible to Italian ryegrass (Lolium multiflorum), orchardgrass (Dactylis glomerata), and oats (Avena sativa) but not wheat (Triticum aestivum) ([@B2]). Here, we report the complete genome sequence of a novel isolate of ryegrass mosaic virus, RGMV-OH, identified in association with wheat.

Wheat samples exhibiting virus-like symptoms, including mosaicism, chlorosis, reddening, or stunting, were collected from 103 Ohio field sites in 2012, 2016, and 2017 ([@B3]). To identify viruses potentially impacting wheat production, total RNA from samples was extracted using Direct-zol with TRIzol reagent with DNase treatment (Zymo Research, Irvine, CA). The RNA was used for Illumina high-throughput sequencing for 100-nucleotide (nt) paired-end reads, and sequences were subjected to bioinformatic analyses as previously described ([@B3]). Eighteen *de novo-*assembled contigs, ranging from 256 to 9,565 nt, with \>74% identity to RGMV, were assembled using the Sequencher (v.5.4.6; Gene Codes Corp., Ann Arbor, MI) large gap assembly algorithm (50-nt overlap, 90% similarity). To confirm the *de novo-*assembled sequence, RNA from pooled samples from a wheat field near Urbana, Ohio, was used for reverse transcriptase PCR (RT-PCR) primer walking and Sanger sequencing validation. The 5′- and 3′-end sequences were determined by rapid amplification of cDNA ends (RACE) using nested PCR as previously described ([@B4]) and Sanger sequenced. Sequences were compared using Blastn or tBlastx (default parameters). Sanger-sequenced fragments covering nucleotide positions 85 to 9525 were \>99% identical to the Illumina contig consensus sequence; thus, all sequences were assembled to generate the consensus RGMV-OH sequence. The 9,570-nt (G+C content, 45.7%) RGMV-OH complete genome assembly contained a polyprotein open reading frame (ORF; nt positions 113 to 9409) consistent with other potyviruses ([@B5]) and an overlapping ORF (nucleotide positions 2661 to 3046) ([@B6]). RGMV-OH shared 77.2% nucleotide sequence identity with the complete genome (GenBank accession number [Y09854](https://www.ncbi.nlm.nih.gov/nuccore/Y09854)) of the 9,535-nt RGMV type species. The polyprotein ORF shared 77.7% nucleotide and 88% predicted amino acid translation identity with that of the reference RGMV sequence. Mature proteins were predicted based on the RGMV type isolate annotation using ClustalW in MacVector (v.17.5; MacVector, Inc., Apex, NC). The putative P1, HC-Pro, P3, PIPO, 6K1, CI, 6K2, NIa-VPg, NIa-Pro, NIb, and CP coding sequences shared 72.0% (71.6%), 81.7% (89.9%), 74.1% (77.6%), 80.0% (60.0%), 76.0% (94.3%), 78.2% (92.9%), 77.5% (86.8%), 77.2% (92.2%), 78.8% (95.0%), 76.3% (90.4%), and 82.8% (97.0%) nucleotide (predicted amino acid) identities, respectively, with those in the corresponding reference RGMV sequences.

RGMV-OH prevalence was determined by RT-PCR using isolate-specific primers following a previously described protocol ([@B3]). RGMV-OH was detected at 19%, 13%, and 8% of Ohio wheat fields sampled in 2012, 2016, and 2017, respectively. RGMV-OH does not qualify as a new species in the genus *Rymovirus* ([@B7]) but may be a new strain of RGMV that can infect wheat. Determination of the host range, symptoms, and transmission vector of RGMV-OH are needed to characterize the biology of this virus.
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The complete genome sequence of RGMV-OH was deposited into GenBank under accession number [MT005828](https://www.ncbi.nlm.nih.gov/nuccore/MT005828). The raw reads were deposited into the NCBI Sequence Read Archive ([PRJNA558380](https://www.ncbi.nlm.nih.gov/bioproject/PRJNA558380/)).
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